Figur 1A 

IL17RLP Nucleotide and Amino Acid Sequence 



1 GCACGAGCGATGTCGCTCGTGCTGCTAAGCCTGGCCGCGCTGTGCAGGAGCGCCGTACCC 6 0 
1 MSLVLLtSLAALCRSAVP 17 



6 1 CGAGAGCCGACCGTTCAATGTGGCTCTGAAACTGGGCCATCTCCAGAGTGGATGCTACAA 120 
18 R E PTVQCGSETGPSPEWMLQ 37 



121 CATGATCTAATCCCCGGAGACTTGAGGGACCTCCGAGTAGAACCTGTTACAACTAGTGTT 180 
38 HDLI PGDLRDLRVEPVTTSV 57 

* * 

181 GCAACAGGGGACTATTCAATTTTGATGAATGTAAGCTGGGTACTCCGGGCAGATGCC AGC 240 
58 ATGDYS I LMN VSWVLRADAS 77 

Domain I 

* 

241 ATCCGCTTGTTGAAGGCCACCAAGATTTGTGTGACGGGCAAAAGCAACTTCCAGTCCTAC 300 
78 I R L L KATKICVTGKSNFQSY 97 
Domain I 



301 AGCTGTGTGAGGTGCAATTACACAGAGGCCTTCCAGACTCAGACCAGACCCTCTGGTGGT 360 

98 SCVRCNYTEAFQTQTRPS G G 117 

361 AAATGGACATTTTCCTACATCGGCTTCCCTGTAGAGCTGAACACAGTCTATTTCATTGGG 420 

118 K W T F SYIGFPVELNTVYFIG 137 

* 

421 GC C C AT AAT ATTC C T AATGC AAATATG AATGAAGATGGC C C TTC C ATGTC TG TG AATTTC 480 

138 AHNI PNANMNEDGPSMSVNF 157 

481 ACCTCACCAGGCTGCCTAGACCACATAATGAAATATAAAAAAAAGTGTGTCAAGGCCGGA 540 

158 TSPGCLDHIMKYKKK C V K A G 177 

Domain II 

* * . * 

541 AGC C TGTGGG ATC CGAAC ATC AC TGC TTGT AAG AAGAATGAGG AG AC AGT AG AAGTGAAC 600 

178 SLWDPNIT ACKKNEETVEVN 197 
Domain II 



601 TTCACAACCACTCCCCTGGGAAACAGATACATGGCTCTTATCC AAC AC AGC ACT ATC ATC 660 

198 FTTTPLGNRYMALIQHST I I 217 

. * 

661 GGGTTTTCTCAGGTGTTTGAGCCACACCAGAAGAAACAAACGCGAGCTTCAGTGGTGATT 720 

218 G F S O V F E P H O KKQTRASVVI 237 
Domain III 



721 CCAGTGACTGGGGATAGTGAAGGTGCTACGGTGCAGCTGACTCCATATTTTCCTACTTGT 780 
238 PVTGDSEGATVQLTPYFPTC 257 



Figure IB 

IL17RLP Nucleotide and Amino Acid Sequence 



7 81 GGCAGCGACTGCATCCGACATAAAGGAACAGTTGTGCTCTGCCCACAAACAGGCGTCCCT 840 

258 G S DCIRHKGTV V L C P Q T G V P 277 
Domain IV Domain V 

* 

841 T TC CC TC TGG ATAAC AAC AAAAGC AAGC CGGG AGGC TGGC TGC C TC TCC TC C TGC TGTC T 900 

278 FPL DNNKSKPGGWLPLLLLS 297 
Domain V 

901 C TGCTGGTGGCC AC ATGGGTGC TGGTGGC AGGGATC TATC TAATGTGGAGGC ACGAAAGG 960 

298 LLVATWVLVAG IYLMWRHER 317 

* 

961 ATCAAGAAGACTTCCTTTTCTACCACCACACTACTGCCCCCCATTAAGGTTCTTGTGGTT 1020 

318 IKKTSFSTTTL LPPIKVLVV 337 

Domain VI 

1021 TACCC ATCTGAAATATGTTTCC ATC AC AC AATTTGTTACTTC ACTGAATTTCTTC AAAAC 1080 

338 YPSEICFHHTICYFTEFLQN 357 
Domain VI 

1081 CATTGCAGAAGTGAGGTCATCCTTGAAAAGTGGCAGAAAAAGAAAATAGCAGAGATGGGT 1140 

358 H C R S E V I L E K W Q K K K I A E M G 377 
Domain VII Domain VIII 

* 

1141 CCAGTGCAGTGGCTTGCCACTCAAAAGAAGGCAGCAGACAAAGTCGTCTTCCTTCTTTCC 12 00 

378 PVQWLATQKKAADKVVFLLS 397 

* * . 

12 01 AATGACGTC AACAGTGTGTGCGATGGTACCTGTGGCAAGAGCGAGGGC AGTCCCAGTGAG 1260 

398 NDVNSVCDGTCGKSEGSPSE 417 

12 61 AACTCTCAAGACTCTTCCCCTTGCCTTTAACCTTTTCTGCAGTGATCTAAGAAGCCAGAT 132 0 
418 NSQDSSPCL 426 

1321 TCATCTGC ACAAATACGTGGTGGTCTACTTTAGAGAGATTGATACAAAAGACGATTACAA 1380 

13 81 TGCTCTCAGTGTCTGCCCCAAGTACCACCTCATGAAGGATGCCACTGCTTTCTGTGCAGA 1440 
1441 ACTTCTCC ATGTC AAGTAGCAGGTGTCAGCAGGAAAAAGATCACAAGCCTGCCACGATGG 1500 
1501 CTGCTGCTCCTTGTAGCCCACCCATGAGAAGCAAGWGACCTTAAAGGCTTCCTATCCCAC 1560 
1561 C AATTACAGGGAAAAAACGTGTGATGATCC TGAAGC TTACTATGC AGCCTAC AAAC AGCC 162 0 



1621 TTAGTAATTAAAACATTTTATACCAATAAAATTTTCAAATATTGCTAACTAATGTAGCAT 1680 



Figure 1C 

IIil7RXiP Nucleotide and Amino Acid Sequence 

1681 TAACTAACGATTGGAAACTAC ATTTAC AACTTC AAAGCTGTTTTATAC ATAGAAATC AAT 1740 
1741 TAG AGTTTTAATTGAAAACTATAACCATTTTGATAATGC AACAATAAAGC ATCTTCAGCC 1800 
1801 AAAAAAAAAAAAAAAA 1816 



Figure 2 
IL17RLP vs. raurin IL17R 

Percent Similarity: 49.879 Percent Identity: 28.571 

IL17RLP.aa 
x 

mIL17R .aa 



1 MSLVLLSLAALCRS . AVPRE . . . PTVQCGSE TGPSPEWMLQ 37 

::::|| |..|..= | || |.. |: | |. ...|: . 

16 LGWLLLLLNVLAPGRASPRLLDFPAPVCAQEGLSCRVKNSTCLDDSWIHP 65 

38 HDL I PGDLRDLR VEP VTT S VATGDYS I LMNVS WVLRADAS I RLLKATK I C 87 

.:|.|:. ::: :: ..|.. |:. : : : | . | . | . . | | | | .(.:..:: 
66 KNLTPSSPKNIYINLSVSSTQHGELVPVLHVEWTLQTDASILYLEGAELS 115 

88 VTGKSNFQSYSCVRCNYTEAFQTQTRPSGGKWTFSYIGFPVELNTVYFIG 137 
| . .. :.. M : .: . :| : : :| ||: |.|: . | :. 

116 VLQLNTNERL . CVKFQFLSMLQHHRK . . . . RWRFSFSHFWDPGQEYEVT 160 

138 AHNIPNANMNEDGPSMSVNFTSPGCLDHIMKYKKKCVKAGSLWDPNITAC 187 

.|::|.: ::|. .| : |:| | | | • I I • • I I M I II I I • 
161 VHHLPKPIPDGDPNHKSKIIFVPDCEDSKMKMTTSCVSSGSLWDPNITVE 210 

188 KKNEETVEVNFTTTPLGNRYMALIQ HSTI IGFSQVFEPHQKK . 22 9 

:.: : |:|| :..| .|:: ||.: ...|:|.j:|.. 

211 TLDTQHLRVDFTLWNESTPYQVLLESFSDSENHSCFDWKQIFAPRQEEF 260 

23 0 QTRASWIPVTGD. . SEGATVQLTPYFPTCGSDCIRHKGTV . .VLCPQTG 275 

: ||-|.:.:. = ||: |:|..| .||:|| .|| .:...|. 

261 HQRANVTFTLSKFHWCCHHHVQVQPFFSSCLNDCLRHAVTVPCPVISNTT 310 

276 VPFPLDNNKSKPGGWLPLL LL S L L VATWVL VAG I YLMWRH ER I K 319 

llh ::-l|: |:.:|:...|:| |:: || - 

311 VPKPV AD Y I PLWVYGL I TL I A I L L VG S V I VL 1 1 CMTWRL S GAD 353 

32 0 KTSFS TTTLLPPIKVLWYPSEICFHHTICY.FTEF 354 

... : |.. |.| ||::||..: .:- -:.. |.:| 

3 54 QEKHGDDS K I NG I L P VADL T P P P LR PRKVW I VY S ADH PL YVE WLK F AQ F 403 

355 LQNHCRSEVILEKWQKKKIAEMGPVQWLATQKK AADKWFLLSNDV 400 

| . | .|| |: ::.. |.|:|.: |:. ||. ...|:::| |.:. 

404 LITACGTEVALDLLEEQVISEVGVMTWVSRQKQEMVESNSKI I ILCSRGT 453 

401 NSVCDGTCGKSEGSPSENSQDSSPC 425 

.:. |..|... .::...|. 
454 Q AKWKA I LGWAE P AVQLRCDHWK PA 47 8 



Figure 3 
IL17RLP Protein Analysis 
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